Application Serial No.: 09/897,107 
Response to Office Action of August 26, 2003 

AMENDMENTS TO THE SPECIFICATION 
Please amend the paragraph beginning on page 3, line 16, to read as follows: 
Fig. 2 shows the multiple alignment of amino acid sequences of IPMDH and ICDH 
from various biological species (see also Table 1) . The partial amino acid sequences in Fig. 2 
are shown as sequence SEP ID:1 to SEO ID:48 in order in the sequence listing. 

Please amend the paragraph beginning on page 3, line 26, to read as follows: 
Fig. 6 shows the nucleotide sequence (nucleotides 1-576 of SEO ID: 49, top strand) 
and amino acid sequence (amino acid residues 1-192 of SEO ID: 50. bottom strand) of 
Sulfolobus sp. leuB gene. 

Please amend the paragraph beginning on page 3, line 28, to read as follows: 
Fig. 7 shows the nucleotide sequence (nucleotides 577-1014 of SEO ID: 49. top 
strand) and amino acid sequence (amino acid residues 193-337 of SEO ID: 50. bottom strand) 
of Sulfolobus sp. leuB gene (continuation of Fig. 6). 

Please amend the paragraph beginning on page 4, line 4, to read as follows: 
Fig. 9 shows the multiple alignment of amino acid sequences of IPMDH and ICDH. 
The sequences with (ICDH) represent ICDH sequence and the sequences without the 
indication represent the IPMDH sequence. N. Cra: Neurospora crassa (SEO IDs: 57-59), S. 
Cer: Saccharomyces cerevisiae (SEO IDs: 60-62) , A. turn: Agrobacterium tumefacience 
(SEO IDs: 63-65) , B. sub: Bacillus subtilis (SEO IDs: 66-68) , E. Col: Escherichia coli (SEQ 
IDs: 69-71) , T. The: Thermus thermophilus (SEO IDs: 72-74) , Sub sp.#7: Sulfolobus stain #7 
(SEO IDs: 75-77) , Cs. Cer: Saccharomyces cerevisiae (ICDH) (SEO IDs: 78-80) , CB. Tau: 
Bos taurus(\CDH) (SEO IDs: 81-83) , CB. Sub: Bacillus subtilis(lCDH) (SEO IDs: 84-86) , 
CE. Col: Escherichia coli (ICDH) (SEO IDs: 87-89) . 

Please amend the paragraph beginning on page 4, line 17, to read as follows: 
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Fig. 13 shows the multiple alignment of IPMDH and ICDH. The partial amino acid 
sequences in Fig. 13 are shown as sequence SEP ID:95 to SEP ID: 104 in order in the 
sequence listing. 

Please amend the paragraph beginning on page 17, Table 1, to read as follows: 



Table 1 

Multiple alignment of amino acid sequences of IPMDH and ICDH 



Enzyme and species 
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Saccharomyces cerevisiae 
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